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<210> 1 
<211> 524 
<212> PRT 

<213> Scomber japonicus 
<400> 1 

Met Asn Leu His Val 
1 5 

lie Thr Leu Tyr Tyr 
20 

Leu Ala Asp Cys Leu 
35 

Leu Asp Asn Gly Leu 
50 

Val Gly Ala Gly Met 
65 

Ala Gly His Thr Val 
85 

Arg Val Glu Thr Tyr 
100 

Gly Ala Met Arg He 
115 

Lys Lys Leu Gly Val 
130 

Thr Phe Tyr Leu Val 
145 

Glu Asn Pro Asp Val 

165 



Val Lvs Trp Lys Leu Ser Val Val Ser Val Leu 
10 15 

Ser His Thr Val Ala Leu Ser Leu Lys Glu His 
25 30 

Glu Aso lys Asp Tyr Asp Thr Leu Leu Gin Thr 
40 45 

Pro His He Asn Thr Ser His His Val Val He 
5 5 60 

Ala Gly Leu Thr Ala Ala Lys Leu Leu Gin Asp 
70 75 8C 

Thr He Leu Glu Ala Asn Asp Arg Val Gly Gly 
90 95 

Arg A.sn Glu Lys Glu Gly Trp Tyr Ala Glu Met 
105 110 

Pro Ser Ser His Arg He Val Gin Trp Phe Val 
120 125 

Glu Met Asn Glu Phe Val Met Thr Asp Asp Asn 
135 140 

Asn Gly Val Arg Glu Arg Thr Tyr Val -Val Glii 
150 155 160 

Leu Lvs Tyr Asn Val Ser Glu Ser Glu Lys Gly 

170 175 



He Ser Ala Asp Asp Leu Leu Asp Arg Ala Leu Gin Lys Val Lys Glu 
180 185 190 



Glu Val Glu Ala Asn Gly Cys Lys Ala Ala Leu Glu Lys Tyr Asp Arg 

195 " 200 205 

Tyr Ser Val Lys Glu Tyr Leu Lys Glu Glu Gly Gly Leu Ser Pro Gly 
210 215 220 

Ala Val Arg Met lie Gly Asp Leu Leu Asn Glu Gin Ser Leu Met Tyr 
225 230 ' 235 240 

Thr Ala Leu Ser Glu Met lie Tyr Asp Gin Ala Asp Val Asn Asp Ser 
245 250 255 

Val Thr Tyr His Glu Val Thr Gly Gly Ser Asp Leu Leu Pro Glu Ala 
260 265 * 270 

Fhe Leu Ser Val Leu Asp Val Pro lie Leu Leu Asn Ser Lys Val Lys 
275 ' 280 285 

His He Arg Gin Ser Aso Lvs Gly Val He Val Ser Tyr Gin Thr Gly 
290 295 300 

Asn Glu Ser Ser Leu Me" Asp Leu Ser Ala Asp He Val Leu Val Thr 
335 310 315 320 

Thr Thr Ala Lys Ala Ala Leu Phe He Asp Phe Asp Pre Pro Leu Ser 
325 330 335 

He Ser Lys Met Glu Ala Leu Arg Ser Val His Tyr Asc Ser Ser Thr 
340 345 ' 350 

Lys He Leu Leu Thr Phe Arg Asp Lys Phe Tro Glu Asc Asp Gly He 
355 360 ' 365 

Arg Gly Gly Lys Ser He Thr Asp Gly Pro Ser Arg Tyr He Tyr Tyr 
370 375 380 

Pro Ser His Ser Phe His Thr Asn Glu Thr He Gly Val Leu Leu Ala 
335 390 395 400 

Ser Tyr Thr Trp Ser Asp Glu Ser Leu Leu Phe Leu Gly Ala Ser Asp 
405 410 415 

Glu Glu Leu Lys Glu Leu Ala Leu Arg Asp Leu Ala Lys He His Gly 
420 425 430 

Glu Gin Val Trp Asp Lys Cys Thr Gly Val He Val Lys Lys Trp Ser 

4 35 44 0 44 5 

Ala Asp Pro Tyr Ser Leu Gly Ala Phe Ala Leu Phe Thr Fro Tyr Gin 
450 455 460 

His Leu Glu Tyr Ala Gin Glu Leu Phe Ser Ser Glu Gly Arg Val His 
465 470 475 480 

Phe.: Ala Gly Glu His Thr Ala Phe Pro His Ala Trp He Glu .Thr Ser 
485 490 495 



Met Lys- Ser Ala He Arg Ala Ala Thr Asn He Asn Lys Val Ala Asn 
500 505 510 



Glu Glu Ser Thr He Glu His Thr Lys Asp Glu Leu 



} 



515 520 



<210> 2 
<211> 1575 
<212> DNA 

<213> Scomber japonicus 
<400> 2 

atgaatctgc atgtggtgaa atggaaatta 
tacagtcaca ctgttgctct cagcctgaag 
gactatgaca cgctgctgca gactctggat 
catgtggtta tagtcggagc tggcatggcc 
gcaggacaca cggtaaccat attggaggct 
tacaggaatg aaaaagaagg ctggtatgct 
caccgcatcg tccagtggtt tgtcaaaaag 
actgatgaca acacctttta cctggttaat 
gaaaaccctg atgtcctgaa gtacaacgtg 
gatctgctag atcgagcttt gcagaaggtg 
gctgcactgg aaaaatacga ccgctattct 
ttgagtccag gagcagtgag gatgattgga 
acagcgctga gtgagatgat ctacgaccag 
gaagtgacgg gtggatcaga tcttcttccc 
atcctcttaa actccaaagt caaacacatc 
taccagacag gcaatgagtc ctctttgatg 
accacagcca aagcagccct cttcatagac 
gaggccctcc ggtcagtcca ctatgacagc 
aagttctggg aggacgatgg catccgagga 
tacatctact atcccagcca cagtttccat 
tcctacacrt ggtctgacga gtccctcctc 
gagctggccc tgagagatct ggcaaaaatc 
ggagtcatag tgaagaagtg gagcgctgat 
acaccctacc aacacttgga gtacgctcag 
tttgctggtg aacacacagc cttccctcat 
atcagggcrg ctacaaatat taataaagtg 
aaagatgagc tgtag 



tctgttgtca gigtgctgat cacattg::ac 60 
gaacatctgg ctgattgtct tgaagacaaa 120 
aacggtcttc cacacattaa cacgtctcat 18C 
ggactgacgg cggccaagtt actgcaagac 24C 
aatgatcgtg tiggaggacg tgtggagacc 300 
gaaatgggag ctatgaggat cccaagctct 360 
cttggggtcg acatgaatga gttcgtcatg 420 
ggggtgcggg- acaggacata tgttgttcaa 4 80 
tcagaaagcg acaagggaat ttcagccgat 540 
aaagaggaag tcgaagcaaa tggttgtaaa 600 
gtgaaggagt atctgaaaga agaaggtggt 660 
gacctgctga atgaacagag cctcatgtac 720 
gctgacgtca atgacagtgt cacgtatcat 780 
gaagcttttc tttctgtcct ggatgtcccc 840 
aggcagtcag ataaaggtgt aatcgtgtca 900 
gacctttctg crgacattgt tctggtaaca 960 
tttgatccac cictctccat cagtaagatg 102: 
tccactaaaa tcctcctcac ctttcgcgat 108: 
ggcaagagca ttaccgatgg accttctcgt 114: 
acaaatgaga ccattggagt cctcctggca 120 1- 
ttcctgggtg caagcgatga agagctgaaa 126 3 
cacggtgagc aagtctggga taagtgcacg 132} 
ccttacagct tcggcgcctt cgctctcttc 136: 
gagctcttca gcagcgaggg cagggtgcac 1441' 
gcttggatcg aaacgtctat gaaatctgca 150D 
gcaaatgaag actcaactBt agaacataca 156D 

1575 



